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Supplementary figures
. Mature miRNAs have high GC content compared to their precursors. Figure S2 . Abundant mature miRNAs have optimum GC. Figure S3 . Sequence logos of miRNA and siRNAs Figure S4 . miRNAs have unique GC signature. Figure S5 . Plant miRNAs have unique GC signature. Figure S6 . sRNAs other than miRNAs do not show GC signature. Figure S7 . GC signature is not associated with AGO1 preference. Figure S8 . Processing direction of Pre-miRNAs does not seem to affect GC signature Figure S9 . Conserved miRNAs from various species show GC signature. Figure S10 . Less-conserved miRNAs from various species show weak GC signature. Figure S11 . GC signature is observed only in miRNA region Figure S12 . miRNAs target regions on mRNAs also have specific GC signatures. Figure S13 . sRNAs mapping to artificial precursor in two biological replicates. Figure S14 . Predicted secondary structures of precursors used in the study as predicted by Mfold Figure S15 . Comparative analysis of abundance of miRNAs between WT and hyl1-2 . Figure S16 . dsRBD1 of HYL1 is distinct from other DRB family members. Figure S17 . Targeting abilities of amiR candidates designed through WMD3 tool to target VvMYBA7. Figure S18 . Targeting abilities of amiR candidates designed through WMD3 tool to target GFP. Figure S19 . Incorporation of GC signature improves efficiency of amiRs. Figure S20 . Artificial miRNAs with GC signature are processed better. Supplementary Table 1 : Unique and abundant small RNA sequences aligning to the artificial precursor Supplementary Figure S3 . Sequence logos of miRNA and siRNAs (A) Sequence logos of miRNAs from dicots and monocots, represented as bits, frequency, as well as in SW notation for GC and AU nucleotides, respectively, created using WebLogo 3. (C) Position-specific GC ratio of randomly sampled dicot miRNAs (all 21-nt miRNAs -8109, sampled 1/3 rd of the sequence 500 times). Grey line indicates the GC ratio trend for each sub-sample and blue line indicates mean trend. (D) For each random sub-sampled dicot miRNAs dinucleotide shuffling was performed (Grey lines) and the mean trend is represented by Blue line. Mean GC trend of random sampling test was overlaid (Red line). (E) Position-specific GC ratio of randomly sampled monocot miRNAs (all 21-nt miRNAs -3370, sampled 1/3 rd of the sequence 500 times). Grey line indicates the GC ratio trend for each sub-sample and blue line indicates mean trend. (F) For each random sub-sampled monocot miRNAs dinucleotide shuffling was performed (Grey lines) and the mean trend is represented by Blue line. Mean GC trend of random sampling test was overlaid (Red line). (D) RT-PCR analysis for MYBA7 levels in co-infiltrated leaves. 
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